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Decoration ' Decoration #1': Shade (with solid black) 
residues that natch the Consensus exactly. 



Sequence pair distances of Untitled, using J. Hein method with PAM250 residue weight table. Page 1 



Percent Identity 



b 





1 


2 






1 




31.6 


1 


BM-HABP Fig.4.PRO 


2 


100.0 




2 


TSG-6.PRO 




1 


2 







NCBI 



Blast 2 Sequences results 

PubMed Entrez BLAST OM1M Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.1. 



Matrix lBLOSUM62 Z j gap opem ln ~ gap extension: [l 



.2 [OcM9-2000] 



x„dropoff: |50 \ expect: h 0.000 * wordsize: |3 j Filter f?J Al ^ n I 

Sequence 1 lcllseq_l Length 353 (1 353) 
Sequence 2 lcllseq_2 Length 275 (1 275) 




NOTE . The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 107 bits (264) , Expect = 5e-21 

Identities = 45/104 (43%), Positives = 61/104 (58%) 



Query: 52 DTWGVFHLRSPLGQYKLTFDKAKEACANEAATMATYNQLSYXQKAKYHLCSAGWLETGR 111 

+ GV+H + G+YKLT+ +A+ C E +ATY QL +K +H+C+AGW+ GR 
Sbjct: 32 EQAAGVYHREARAGRYKLTYAEAKAVC EF EGGRLATYK 91 

Query: 112 VA YPTAFASQNCG SGWG I VDYG PRPNKS EMWDVFC YRMKDVNC 155 

V YP NCG G GI+DYG R N+SE WD +CY C 

Sbjct: 92 VGYPIVKPGPNCGFGKTGIIDYGIRLNRSERWDAYCYNPHAKEC 13 5 



CPU time: 



0.15 user sees. 



0.03 sys . sees 



0.18 total sees. 



Gapped 
Lambda 
0 .321 



K H 
0.138 



0.429 



Gapped 
Lambda 
0.270 



K H 
0.0470 0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 748 

Number of Sequences : 0 

Number of extensions: 55 

Number of successful extensions: 1 

Number of sequences better than 10.0: 1 

Number of HSP ' s better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : 1 



length of query: 353 

length of database: 3,171,650,076 

effective HSP length: 58 

effective length of query: 295 

effective length of database: 3,171,650,018 

effective search space: 935636755310 

effective search space used: 935636755310 

T: 9 

A: 40 

XI: 16 (7.4 bits) 
X2: 128 (49.9 bits) 
X3: 128 (49.9 bits) 
SI: 41 (21.9 bits) 
S2: 83 (36.7 bits) 



EXHIBIT C 



56 GVFHLRS PLGQYKLTFDKAREACANEAATMATYNQL SYXQKAKYHLCSAGWLETGRVAYP -SEQ ID NO: 11 

I II 1 1 M I Ml 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 I 1 1 I II 1 1 I III Ml I M 1 1 I II I 1 1 1 1 1 

1063 GVFHLRS PLGQYKLTFDKAREACANEAATMATYNQL SYAQKAKYHLCSAGWLETGRVAYP -human HARE 
115 TAFASQNCGSGWGIVDYGPRPNKSEMWDVFCYR 149 

III! 1 1 1 1 1 ! I f M 1 1 1 1 1 1 1 1 1 1 1 f I i 

1122 TAFASQNCGSGWGIVDYGPRPNKSEMWDVFCYR 1156 
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Hybridization 
Analysis of 
DNABIots 

2.10.7 



lc. Harsh treainzent: four several hundred milliliters of boiling 0.1% S DS onto *. " 
membrane. Cool to room temperature. c 

Ifamembraneisto bereprobed. it must not be allowed to dry our between hybridiznrl^rr 
and stripping. If it becomes dry, the probe may bind to the matrix. 

2. Place- membrane on a sheet of dry Whatman 3MM filter paper and blot excess liquid 
with asecond sheet. Wrap the membrane in plastic wrap and set up an antoradiograph. 

If signal is still seen after autaradiozravhy. rewash using harsher mr,r^tj rnT 

3. The membrane can now be rehybririTzed. Alternatively, it can be dried andstored for 
later use; 

Membranes can be stored dry between Whatman 3MM paper for several months at 
roam temperature. For long-term storage, place the membranes in a desiccator at 
, room temperature or 4°C 

REAGENTS AND SOLUTIONS 

Aqueous prehybzidhrrtinn/hybridization (APH) solution 

>5>lSSC (appendix^ - .. 

5x Denhardt solution £appemdz?2> 
1% (w/v) SDS 

Add 100 jigfml d mntxm d salmon sperm DNA (see below) just before use 

Alternatives to Denhardt solution and denatured sabnonsperm DMA as blacking agent? ' 
are listed in Table 2JL(k5 (see discussion in critical parameters}. 1 

Denatured salmon sperm DNA . 

Dissolve 10 mg Sigma type IH salmon spermDNA(sodiumsaIt) in 1 ml water. Pass 
vigorously tough a 17-G needle 20 times to shear the. DNA Place in a boiling, 
water bath for 10 min, then chflL Use immediately or store at-20°C in «m«A aliquots. 
If stored, reheat to 100°C for 5 min and chiH on ice immediately before using. 

Formamide prehybridkatwn/hybrideuuian (FPH) solution 
5X SSC (APPENDIX2) ' 

5x Denhardt solution (appendix2) 
50% (w/v) formamide 
l%(w/v)SDS 

Add 100 p.gftnl denatured salmon sperm DNA (see above) just before use 

Alternatives to Denhardtsolutianaiuidenaturedsau^ as blocking agents- 

are listed in Table 2.I&5 (see discussion in critical parameters). 

Commercial formamide is usually satisfactory far use. If the liquid has a yellow colon 
deianize as follows: addSg of mixed-bed ion-exchange resin [e.g., Bio-Rod AG 50I-X& 
or501-X8(D) resins J per 100 ml formamide, stir at room temp eraturejbr 1 hr p andfilter 
through Whatman no. I paper. 

- CAUTION: Formamide is a teratogen. Handle with care. 

Labeling buffer 

200 mM Tris^O, pH*7.5 
. 30xnMMgCl 2 
10 ttHA spermidine 

Mild stripping solution 
5mMTris-Cl,pH8.0 
2mMEDTA 

0. lx Denhardt solution (appsndjx2) 
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SDS electrophoresis buffer, 5x . — . ♦ 

15.1 gTris base 

72.0 g glycine ; . * 

5.0 g SDS 
H 2 Q to 1000 ml 

Dilute to Ix or 2x for working solution, as appropriate 

Do not adjust the pH of the stock solution, as the solution ispHBJwhen diluted Store 
at CP to 4 a C until use (up to 1 month). 

SED (standard enzyme dzlxtent) 

2flmMTtis-Cl, pH7.5 _ 
" 500 tig/nil bovine scram albinnin (Pentax Fraction Yj 
10 mM 2Tmercaptoeflianol 

Store tip to 1 month at 4°C 
• * * 

Sodium acetate, 3 M • 

Dissolve 408 g sodium acetate-3HoO in 800 ml H 2 0 

AddH,C*tD l liter -•. • - 

Adjust pBrto 4.8 or 5.2 (as desired) with 3 M acetic acut 

Sodium acetate buffer, '0.1 M 

SolutionB: 27.2 g sodium acetate (^B. 3 Oi3^Qybta 
Rrfbrrine to Table Ai2 for desired pH, mix the indicated volumes of solutions A 
and B, then dilute with HjO to- 100 ml (See Potassium acetate buffer recipe for 
further details.) 

Sodium phosphate buffer, 0J M 

SohaionA: 27.6 g NaH 2 P0<H^D per liter (02M). 

Solution 3: 53.65 gNaiHPO^THjO per liter (0.2 M). . 
Referring to Table A^3 for desired pH. mix the indicated vokmesof so tons A 
and B, then dilnte with Bfi to 200 ml (?ee Potassium phosphate buffer recipe for 
further details.) 
SSC (sodium chloride/sodium citrate), 20* 
3MNaCl(175g/fiter) 
03 MNa 3 citrate-2B 1 0 (88 gfliter) 
Adjust pH to 7 .0 witii 1 M HQ 

STE buffer 

10mMTris-Cl,pH7.5 

lOmMNaCl 

1 juMEDTA, pH 8-0 - 

242 E Tns base „ 

57/nd facial acetic acid ft^SSo^O 
372gNa 2 EDTA-2HaO 2 mMNaoEDTA.-2E2P 

H2O to 1 liter 
TSE (Tris/borate/EDTA) electrophoresis buffer 
I Ox stock solution, 1 liter: 
108 gTris base (890 mM) 
55 g boric acid (890 mM) 
40 ml 0-5 MEDIA, pH 8.0 (20 mM) 



Appendix 2 
A.2.5 
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